METHODS AND RESULTS
One silica gel-dried leaf sample was used in a simple sequence repeat (SSR) scan at the whole genome level. Total genomic DNA was extracted with a modified cetyltrimethylammonium bromide (CTAB) method (Zeng et al., 2002) and was then fragmented into lengths of 300-1500 bp by ultrasonication. DNA fragments shorter than 500 bp were removed using an agarose gel DNA purification kit (Aidlab Biotech Ltd., Beijing, China). The remaining fragments were then sequenced in a one-sixth run on a Roche 454 GS FLX+ platform (454 Life Sciences, a Roche Company, Branford, Connecticut, USA). The sequencing library was prepared following Roche 454 standard protocols. The method of Lu et al. (2015) was used to control the quality of raw sequencing data and to identify microsatellite markers.
A total of 133,569 reads were generated with an average length of 406 bp. Of these reads, 2530 contained microsatellite loci with di-, tri-, tetra-, penta-, or hexanucleotide units of at least five repeats, and 1657 reads could be used to design PCR primers with an expected product size ranging from 100 to 447 bp. The raw data of the sequences have been deposited in the National Center for Biotechnology Information (NCBI) Sequence Read Archive (accession no. SRP094881).
Fifty-eight microsatellite loci with more than five repeats were selected to design PCR primers using Primer Premier version 5.0 (PREMIER Biosoft International, Palo Alto, California, USA). The amplification of these primers was tested using three individuals each from three natural populations: Shimeiwan, Bawangling, and Baishui Forest Farm on Hainan Island, China. The PCR reaction mixture (10 μL) contained 50 ng of DNA template, 150 μM dNTPs, 2.0 μM MgCl 2 , 0.5 μM forward and reverse primers, 1× PCR buffer (Tiangen Biotech Ltd., Beijing, China), and 0.04 U/μL of Taq DNA polymerase (Tiangen Biotech Ltd.). PCR was carried out on an Applied Biosystems Veriti thermal cycler (Applied Biosystems, Waltham, Massachusetts, USA) using the following program: 94°C for 3 min, 94°C for 30 s, annealing temperature (see Table 1 ) for 30 s, 72°C for 30 s (35 cycles), and 72°C for 10 min. Among the 58 loci detected, 20 generated specific PCR products.
Polymorphism of the 20 microsatellite loci was further evaluated using 87 individuals from three natural populations of V. mangachapoi (Appendix 1). The fluorescence-labeled dUTP method as described by Li and Gan (2011) was applied with the PCR reaction conditions described above and the reaction system modified with 100 μM dNTPs and 10 μM dUTPs. The PCR products were analyzed by an automated sequencer (ABI 3730XL, Applied Biosystems). Genotyping was performed using GeneMapper version 4.0 software (Applied Biosystems). MICRO-CHECKER 2.2.3 (van Oosterhout et al., 2004) • Premise of the study: Microsatellite markers were developed for Vatica mangachapoi (Dipterocarpaceae), an endangered species indigenous to Southeast Asia and southern China.
• Methods and Results: Twenty microsatellite markers, including 12 polymorphic markers, were identified from V. mangachapoi using high-throughput sequencing. Polymorphism at each marker was evaluated using 87 individuals from three natural populations. The number of alleles per polymorphic locus ranged from six to 15, and the observed and expected heterozygosity varied from 0.000 to 0.926 and from 0.177 to 0.864, respectively. These markers were transferred successfully to the endangered species V. guangxiensis.
• Conclusions: These markers may be used to investigate the genetic diversity and gene flow of V. mangachapoi and V. guangxiensis.
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a Locality and voucher information are provided in Appendix 1. b Deviations from HWE were statistically significant at *P < 0.05 and **P < 0.01. (Yeh et al., 1999) was used to calculate the number of alleles, expected and observed heterozygosity, and to assess deviations from Hardy-Weinberg equilibrium (HWE) and linkage disequilibrium (LD).
Twelve loci were found to be polymorphic and eight were monomorphic. Among the 12 polymorphic loci, the number of alleles per locus ranged from six to 15 (Table 1) , with an average of 9.2. The observed and expected heterozygosity doi:10.3732/apps.1600134 http://www.bioone.org/loi/apps 3 of 3 of these loci ranged from 0.000 to 0.926 and from 0.177 to 0.864 in three populations, respectively (Table 2) . Four loci (VM19, VM37, VM43, and VM52) likely contained null alleles (95% confidence interval). After correction of these null alleles, departure from HWE and LD were tested. Three loci (VM12, VM19, and VM52) showed significant deviation from HWE in Shimeiwan, four loci (VM19, VM29, VM37, and VM43) in Bawangling, and four loci (VM12, VM19, VM49, and VM52) in Baishui Forest Farm (Table 2) . No significant LD was detected for all pairwise analyses of the 12 polymorphic loci.
The 20 loci were further tested using five individuals of V. guangxiensis S. L. Mo from Xishuangbanna Tropical Botanical Garden, Chinese Academy of Sciences (Appendix 1). This species is also an endangered dipterocarp indigenous to Guangxi and Yunnan, China. Testing indicated that all of these loci could be successfully amplified in this species (Table 3) .
CONCLUSIONS
Twenty microsatellite markers, including 12 polymorphic markers, for V. mangachapoi are reported here for the first time.
All of the polymorphic markers cross-amplified successfully in V. guangxiensis. These markers can be applied to investigate the genetic diversity and population genetic structure of both species, which would contribute to the conservation of their genetic resources. b This sample was used for designing the primer sequences and was included in the population analysis.
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